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Carrot torradovirus 1 (CaTV1) is a member of the genus Torradovirus in the family *Secoviridae*; it possesses icosahedral particles and single-strand positive-sense bipartite RNA genomes designated RNA1 and RNA2 ([@B1], [@B2]). CaTV1 was first detected from carrots (Daucus carota, family Apiaceae) in the United Kingdom ([@B1]) and subsequently was detected in France ([@B2]). In addition to carrots, Torilis arvensis subsp. arvensis (family Apiaceae) was reported to be a natural host of CaTV1 in Greece ([@B3]). The complete nucleotide sequence of one CaTV1 isolate from the United Kingdom has been determined (GenBank accession numbers [KF533719](https://www.ncbi.nlm.nih.gov/nuccore/KF533719) and [KF533720](https://www.ncbi.nlm.nih.gov/nuccore/KF533720)) ([@B4]). In this study, we detected a CaTV1 isolate from Angelica keiskei (family Apiaceae), a perennial herb used for food and medicine in Japan, and determined its complete genome.

In 2017, we collected A. keiskei leaves showing ring spot symptoms in Japan. Total RNA was extracted from the leaves using the ISOSPIN Plant RNA kit (Nippon Gene, Japan) and treated with DNase I (Nippon Gene). The cDNA library was constructed from the extracted RNA using the TruSeq RNA sample prep kit version 2 (Illumina, USA), according to the manufacturer's instructions, except for poly(A)-tailed mRNA purification, and 2 × 100-bp paired-end sequencing was performed on a MiSeq instrument (Illumina) using the MiSeq reagent kit version 2 (500 cycles). A total of 1,859,186 paired-end reads were obtained, and adapter sequences and low-quality reads were removed using the Trimmomatic software version 0.36 ([@B5]) (ILLUMINACLIP:adapters.fa:2:30:10, LEADING:20, TRAILING:20 SLIDINGWINDOW:4:15, MINLEN:36, and other parameters at default settings). The reads were *de novo* assembled using the Trinity software version 2.5.1 ([@B6]), with default settings, and a total of 3,880 contigs (average read length, 392 bp; *N*~50~, 394 bp) were obtained. A BLASTx search ([@B7]) of the assembled contigs was performed against the GenBank database, and 20 contigs showing sequence identity with CaTV1 were obtained. The reads were mapped to the 20 contigs using the Bowtie 2 software version 2.3.4.3 ([@B8]), with default settings, resulting in an average coverage depth of 3.8×. The total length of the 20 contigs was 9,226 bp, covering 77% of the CaTV1 UK isolate genome, and 14 regions between contigs and the 5′- and 3′-terminal regions were undetermined. To determine the complete genome sequence of the Japanese CaTV1 isolate (CaTV1-J), undetermined regions between the contigs and 3′-terminal regions were amplified by reverse transcription-PCR using CaTV1-specific and oligo(dT) primer pairs, respectively. Amplified fragments were cloned into a pCR-Blunt II-TOPO vector (Invitrogen, USA), and 3 identical clones for each region were obtained. The 5′-terminal fragments were amplified using the 5′ rapid amplification of cDNA ends (RACE) system version 2.0 (Invitrogen) and cloned into the pCR2.1-TOPO vector (Invitrogen), and 2 identical clones were obtained.

The complete RNA1 and RNA2 sequences were 6,916 and 4,579 nucleotides (nt) long, respectively, excluding the poly(A) tails at their 3′ end. RNA1 encoded a 246-kDa polyprotein (nucleotides 147 to 6728), which contained the conserved motifs of a helicase (Hel), a protease (Pro), and an RNA-dependent RNA polymerase (Pol). RNA2 encoded a 22-kDa protein (nucleotides 197 to 787) of unknown function and a 130-kDa polyprotein (nucleotides 732 to 4229) predicted to be cleaved into a movement protein (MP) and three coat proteins (CPs). Sequence alignment with the CaTV1 UK isolate using the MUSCLE algorithm ([@B9]) in the program SDT version 1.2 ([@B10]) showed that the amino acid sequence identities of the Pro-Pol and CP regions of CaTV1-J with those of the UK isolate were 85 and 81%, respectively. Based on the current classification criteria for the family *Secoviridae* ([@B11]), CaTV1-J was found to be an isolate of CaTV1. To our knowledge, this is the first report of a CaTV1 isolate from *A. keiskei*.
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------------------

The genome sequence of CaTV1-J has been deposited in the DNA Data Bank of Japan/GenBank under accession numbers [LC436363](https://www.ncbi.nlm.nih.gov/nuccore/LC436363) and [LC436364](https://www.ncbi.nlm.nih.gov/nuccore/LC436364). The raw sequence data have been deposited in the National Center for Biotechnology Information Sequence Read Archive (SRA) under BioSample number [SAMN11026531](https://www.ncbi.nlm.nih.gov/biosample/SAMN11026531) and SRA run number [SRR8640195](https://www.ncbi.nlm.nih.gov/sra/SRR8640195), which are part of the SRA study number [PRJNA524449](https://www.ncbi.nlm.nih.gov/sra/PRJNA524449).
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